ABSTRACT The draft genome of Streptomyces sp. strain ETH9427 was sequenced and assembled into three large scaffolds, a 7.745-Mb linear chromosome with terminal inverted repeats of 201 kb and two probable extrachromosomal elements. Thirtytwo biosynthetic gene clusters (BGCs) were identified, out of which four are duplicated in the terminal inverted repeats.
antiSMASH (9, 10) allowed the identification of a total of 32 BGCs, out of which 4 were found to be duplicates since they lay in the terminal inverted repeats. Strains Streptomyces sp. ETH9427, Streptomyces sp. 4F, and S. ambofaciens ATCC 23877 shared nine BGCs, while three additional BGCs were conserved between Streptomyces sp. strains ETH9427 and 4F, confirming the phylogenetic relationship inferred by the ANIb analysis.
Data availability. The whole-genome sequence reported here has been deposited in GenBank under the accession numbers CP029624, CP029625, and CP029626. Raw sequence reads (Illumina) have been deposited in the NCBI Sequence Read Archive under the accession number SRP158364.
